Rice is currently the most important food crop in the world and we are only just 13 beginning to study the bacterial associated microbiome. It is of importance to perform screenings of 14 the core rice microbiota and also to develop new plant-microbe models and simplified 15 communities for increasing our understanding about the formation and function of its microbiome.
The second PCR amplification (switch PCR) is required to attach the barcodes and was 117 performed using a forward primer with the A adaptor (a sample-specific 10 bp barcode and the tail 118 of the primary PCR primers) and a reverse primer with the P1 adaptor sequence and the reverse tail.
119
The reaction was performed in 25 µL volume containing 10 µL HotMasterMix 5Prime, 1.25 µL 
124
We verified the size and the amount of the amplicons by agarose gel electrophoresis and then 125 they were pooled in equimolar amounts. The library was purified by the E-Gel® SizeSelect™ in the plant and promotes its growth (Glick 2015) . N-acyl homoserine lactone quorum sensing 151 signal assays were carried out as using Chromobacterium violaceum CV026 and C. violaceum CV017 as 152 biosensors [23] . Motility assay was performed as described by [24] . The exopolysaccharide (EPS) 153 production was assessed culturing the isolates on yeast extract mannitol medium as described in
154
[25]. The lipolytic activity was determined on 1/6 TSA medium amended with 1 % tributyrin [26] 155 and proteolytic activity on 1/6 TSA medium amended with 2 % of powder milk [27] . The quorum 156 sensing signals, the motility, the EPA production and the enzymatic activities are important traits 157 for endophytic colonization and lifestyle. The production of volatile hydrogen cyanide (HCN) was 158 estimated qualitatively as previously described [28] . HCN is an antifungal agent released by some 
Identification of selected isolates

163
Bacterial cells from 1 mL of overnight cultures in 2 mL of LB medium were sedimented by 
Germination test, endophytism and plant-growth promotion assay
181
In order to track endorhizosphere bacterial colonization after inoculation in gnotobiotic 182 conditions, the generation of rifampicin spontaneous resistant mutant was first achieved for the 15 183 selected isolates, as previously described [15] , [30] . Single colonies of endophytic isolates were 184 grown on 5 mL of LB medium for 24 h at 30 °C and aliquots of 100 uL were then plated on LB agar 185 containing rifampicin (Rif) 100 µg/mL and incubated 48 h at 30 °C. Single rifampicin resistant 186 colonies were re-streaked on LB Rif, stored at -80 °C and used for in planta experiments.
187
The rice seeds of the Baldo cultivar have a germination rate > 97 % in untreated samples (data bp and maximum number of ambiguous calls to zero; (ii) just after the quality filter we removed 237 putative chimeras with UCHIME using the default parameters; (iii) clustering was performed using
238
UCLUST with a nucleotide sequence identity threshold within each cluster at 97% and alignment 
272
As expected, the snapshot of the total bacterial community showed a greater abundance and 273 diversity of bacterial species in the rhizosphere than in the endorhizosphere, as suggested by the 274 richness and diversity estimators shown in Table 2 . The rhizosphere of DANAC SD20A cultivar was 275 colonized by a larger bacterial community than that of Pionero 2010 FL. respectively, and 63 OTUs that were detected in both compartments ( Figure 2B ). Among the species 
282
Production of indoleacetic acid (IAA)
326
We decided to test the 87 putative bacterial endophytic isolates for the production of IAA, the 
Molecular identification
333
In order to identify and classify the 15 bacterial isolates which produced IAA, they were 334 subjected to 16S rDNA amplification and sequencing. Table   341 3. The 16S sequences were then used for determining the phylogenetic relationships through a 342 cladogram as shown in Figure 4A . 
344
Germination test, endophytism assay, and plant-growth promotion
368
The 15 isolates were in planta assayed for germination, endophytic colonization, and plant 
380
The averages are shown relative to the control (arbitrarily 100) with its standard deviation. The 
383
Of the 15 isolates tested, only 1 could be recovered after inoculation from the endorhizosphere, 
Simplified community inoculation, colonization, and plant growth promotion
394
It was of interest to perform in planta studies with a bacterial consortium in order to determine 395 possible bacterial inter-species community effects on host colonization. We decided to use a bacterial 
408
A cultivation-independent tracking, using 16S rDNA amplicon sequencing, was carried out in
409
order to obtain insight into the colonization ability of the 10-strain simplified community over time.
410
The numbers of reads obtained, bacterial-and plant-derived, are shown in Table 1 section B.
411
Regarding the total bacterial endophytic abundance, it was noted that the uninoculated plants were 
429
The relative abundance of each strain is shown in brackets. The total number of reads was n = 45246. 
433
The abundance and identity of the reads suggested that taxonomically related strains to P. 
438
jessenii E2333. This dataset suggested that these strains were capable to colonize together the rice 439 roots.
441
Discussion
442
It is of great importance to study the microbiota diversity and functionality on the main 
492
It is important to mention that this analysis was subjected to the intrinsic bias of the 
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